μg/ml) BA plates, incubated in 5% CO 2 at 37 o C for 24 hours, and suspected S. pneumoniae 88 colonies were identified by routine methods previously described (10). Plates with no growth 89 were re-incubated for a further 24 hours.
90

Target-enrichment based Next Generation Sequencing
96
The multiplex PCR for target enrichment of extended pneumococcal serotypes contained 33 97 previously described pairs of primers (12) , of which 20 were serotype specific (13, 11F, 16F,
98
16A, 17A, 21, 23A, 23B, 27, 29, 31, 33C, 34, 35B, 36, 39, 43, 45, 47A and 48) 
165
Applying the criterion derived from previous study (>15% of all sequence reads AND > 500
166 total reads to a particular serotype sequence), all 38 serogroups/types (100%) were correctly 167 identified to the corresponding type, while in the reaction including the lytA gene for 168 pneumococcal identification, 37 of the 38 serogroups/types (97.4%) were correctly identified.
169
The remaining sample was also correctly identified to the original serotype, but gave an 170 additional second serotype match based on the criterion cutoff. serotypes of these isolates are listed in Table 2 . DNA was prepared from sweep of bacterial 175 colonies from 81 of 155 samples that revealed bacterial growth on the primary cultures. Of these,
176
40 samples were positive after enrichment by PCRs and were subjected to sequencing by NGS.
The results of these are listed in 
358
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